The following Supporting Information is available for this article: 
Fig. S1
Scatterplot matrix of three biological replicates and associated Pearson correlation coefficients (r) for each condition/biological state transcriptomically profiled in this study using the Affymetrix Fungal Multigenome ExonChip. 
Table S1
Summary of conditions on which the transcriptomic data are based for Fusarium graminearum gene regulatory network inference in this study with inferred SP (blue nodes) and TF regulators (green nodes). Phenotype information is derived from FgTFPD (Son et al., 2011) , a previous kinome analysis (Wang et al., 2011) , and the PHI-base (Winnenburg et al., 2008) . Phenotypes include conidia (conidia germination), growth (vegetative growth on PDA or minimal media), sexual development (perithecium and ascospore development), deoxynivalenol production (DON), zearalenone production (ZEA), virulence (wheat head blight), multiple (pleiotropic), and essential (lethal mutation). 
